
                     10        20        30        40        50        60        70        80        90       100       110       120       130       140       150       160       170       180       190       20                           
            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 
23956070.m  --------MEPAAG-FLSPRPFPRAAAPSAPPAGPGPP----------ANASPRSEPEVLAGPRAPDPPGRLITDPLSGRTYTKGRLLGKGGFARCYEATDTESGIAYAVKVIPQSRVAKPHQREKILNEIELHRDLQHRHIVRFSHHFEDADNIYIFLELCSRKSLAHIWK-ARHTLLEPEVRYYLRQILSGLKYLHQR 
PLK3        --------MEPAAG-FLSPRPFQRAAAAPAPPAGPGPP----------PSALRGPELEMLAGLPTSDP-GRLITDPRSGRTYLKGRLLGKGGFARCYEATDTETGSAYAVKVIPQSRVAKPHQREKILNEIELHRDLQHRHIVRFSHHFEDADNIYIFLELCSRKSLAHIWK-ARHTLLEPEVRYYLRQILSGLKYLHQR 
13929172.r  MELLRTITYQPAAGTKMCEQALGKACGGDSKKKRPQQPSEDGQS---QAQVTPAAPHHHHHHSHSGPEISRIIVDPTTGKRYCRGKVLGKGGFAKCYEMTDLTNNKVYAAKIIPHSRVAKPHQREKIDKEIELHRILHHKHVVQFYHYFEDKENIYILLEYCSRRSMAHILK-ARKVLTEPEVRYYLRQIVSGLKYLHEQ 
22779889.m  MELLRTITYQPAAGTKMCEQALGKACGGDSKKKRPQQPSEDGQP---QAQVTPAAPHHHHHHSHSGPEISRIIVDPTTGKRYCRGKVLGKGGFAKCYEMTDLTNNKVYAAKIIPHSRVAKPHQREKIDKEIELHRLLHHKHVVQFYHYFEDKENIYILLEYCSRRSMAHILK-ARKVLTEPEVRYYLRQIVSGLKYLHEQ 
PLK2        MELLRTITYQPAASTKMCEQALGKGCGGDSKKKRPPQPPEESQPPQSQAQVPPAAPHHHHHHSHSGPEISRIIVDPTTGKRYCRGKVLGKGGFAKCYEMTDLTNNKVYAAKIIPHSRVAKPHQREKIDKEIELHRILHHKHVVQFYHYFEDKENIYILLEYCSRRSMAHILK-ARKVLTEPEVRYYLRQIVSGLKYLHEQ 
31981564.m  ------------------MNAVAKAGKLARAPTDLGKG-----------GVLGDAAPSAPVAAPLAKEILEVLVDPRSRRQYIRGRFLGKGGFAKCFEISDADTKEVFAGKIVPKSLLLKPHQKEKMSMEISIHRSLAHQHVVGFHDFFEDSDFVFVVLELCRRRSLLELHK-RRKALTEPEARYYLRQIVLGCQYLHRN 
25742783.r  ------------------MNAAAKAGKLARAPADLGKG-----------GVPGDAVPGAPVAAPLAKEIPEVLVDPRSRQQYVRGRFLGKGGFAKCFEISDSDTKEVFPGKIVPKSLLLKPHQKEKMSMETSIHRSLEHQHVVGFHGFFEDSDFVFVVLELCRRRSLLELHK-RRKALTEPEARYYLRQIVLGCQYLHRN 
PLK1        ------------------MTAAVTAGKLPRAPADPGKA-----------GVPGVAAPGAPAAAPPAKEIPEVLVDPRSRRRYVRGRLLSKGGFAKCFEISDADTKEVFAGKIVPKSLLLKPHQREKMSMEISIHRSLAHQHVVGFHGFFEDNDFVFVVLELCRRRSLLELHK-RRKALTEPEARYYLRQIVLGCQYLHRN 
polo.AA     ---------------------------MAAKPEDK------------------------------STDIPDRLVDINQRKTYKRMRFFGKGGFAKCYEIIDVETDDVFAGKIVSKKLMIKHNQKEKTAQEITIHRSLNHPNIVKFHNYFEDSQNIYIVLELCKKRSMMELHK-RRKSITEFECRYYIYQIIQGVKYLHDN 
plk-2.AA    -----------------MQRVQPSAARVKSQKKEK-----------------------------APPDVPDVILDGERKTRYEKGKFLGKGGFAHCYELRNKSTGELFAGKVVPKALLIKQYQRDKMAQEVQIHRNLQHRNVVKLYHFFEDKSNVYITLELCPRRSLMELHK-RRKAVTEPEARYFTYQIVEGVLYLHNL 
27690452.r  ----------------------------------------------------------------MAACIGERIED------FKVGNLLGKGSFAGVYRAESIHTGLEVAIKMIDKKAMYKAGMVQRVQNEVKIHCQLKHPSVLELYNYFEDNNYVYLVLEMCHNGEMNRYLKNRMKPFSESEARHFMHQIITGMLYLHSH 
27501454.m  ----------------------------------------------------------------MAACIGERIED------FKVGNLLGKGSFAGVYRAESIHTGLEVAIKMIDKKAMYKAGMVQRVQNEVKIHCQLKHPSVLELYNYFEDNNYVYLVLEMCHNGEMNRYLKNRMKPFSEREARHFMHQIITGMLYLHSH 
27501466.m  ----------------------------------------------------------------MAACIGERIED------FKVGNLLGKGSFAGVYRAESIHTGLEVAIKMIDKKAMYKAGMVQRVQNEVKIHCQLKHPSVLELYNYFEDNNYVYLVLEMCHNGEMNRYLKNRMKPFSEREARHFMHQIITGMLYLHSH 
PLK4        ----------------------------------------------------------------MATCIGEKIED------FKVGNLLGKGSFAGVYRAESIHTGLEVAIKMIDKKAMYKAGMVQRVKNEVKIHCQLKHPSILELYNYFEDSNYVYLVLEMCHNGEMNRYLKNRVKPFSENEARHFMHQIITGMLYLHSH 
1l3r_E      -------------------------GNAAAAKKGX--------------EQESVKEFLAKAKEDFLKKWETPSQNTAQLDQFDRIKTLGTGSFGRVMLVKHKESGNHYAMKILDKQKVVKLKQIEHTLNEKRILQAVNFPFLVKLEFSFKDNSNLYMVMEYVAGGEMFSHLR-RIGRFXEPHARFYAAQIVLTFEYLHSL 
 
                    210       220       230       240       250       260       270       280       290       300       310       320       330       340       350       360       370       380       390       40                   
            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 
23956070.m  GILHRDLKLGNFFITDNMELKVGDFGLAARLEPPEQRKKTICGTPNYVAPEVLLRQGHGPEADVWSLGCVMYTLLCGSPPFETADLKETYRCIKQVHYTLPASLSLPARQLLAAILRASPRDRPSIEQILRHDFFTKGYTPDRLPVSSCVTVPDLTPPNPARSLFAKVTKSLFGRKKNKNKNH------SEDQDNVSCLV 
PLK3        GILHRDLKLGNFFITENMELKVGDFGLAARLEPPEQRKKTICGTPNYVAPEVLLRQGHGPEADVWSLGCVMYTLLCGSPPFETADLKETYRCIKQVHYTLPASLSLPARQLLAAILRASPRDRPSIDQILRHDFFTKGYTPDRLPISSCVTVPDLTPPNPARSLFAKVTKSLFGRKK-KSKNH------AQERDEVSGLV 
13929172.r  EILHRDLKLGNFFINEAMELKVGDFGLAARLEPLEHRRRTICGTPNYLSPEVLNKQGHGCESDIWALGCVMYTMLLGRPPFETTNLKETYRCIREARYTMPSSLLAPAKHLIASMLSKNPEDRPSLDDIIRHDFFLQGFTPDRLSSSCCHTVPDFHLSSPAKNFFKKAAAALFGGKKDKARYNDTHNKVSKEDEDIYKLR 
22779889.m  EILHRDLKLGNFIINEAMELKVGDFGLAARLEPLEHRRRTICGTPNYLSPEVLNKQGHGCESDIWALGCVMYTMLLGRPPFETTNLKETYRCIREARYTMPSSLLAPAKHLIASMLSKNPEDRPSLDDIIRHDFFLQGFTPDRLSSSCCHTVPDFHLSSPAKNFFKKAAAALFGGKKDKARYNDTHNKVSKEDEDIYKLR 
PLK2        EILHRDLKLGNFFINEAMELKVGDFGLAARLEPLEHRRRTICGTPNYLSPEVLNKQGHGCESDIWALGCVMYTMLLGRPPFETTNLKETYRCIREARYTMPSSLLAPAKHLIASMLSKNPEDRPSLDDIIRHDFFLQGFTPDRLSSSCCHTVPDFHLSSPAKNFFKKAAAALFGGKKDKARYIDTHNRVSKEDEDIYKLR 
31981564.m  QVIHRDLKLGNLFLNEDLEVKIGDFGLATKVEYEGERKKTLCGTPNYIAPEVLSKKGHSFEVDVWSIGCIMYTLLVGKPPFETSCLKETYLRIKKNEYSIPKHINPVAASLIQKMLQTDPTARPTIHELLNDEFFTSGYIPARLPITCLTIPPRFSIAPSSLDPSSRKPLKVLN----------------------KGVE 
25742783.r  QVIHRDLKLGNLFLNEDLEVKIGDFGLATKVEYEGERKKTLCGTPNYIAPEVLSKKGHSFEVDVWSIGCIMYTLLVGKPPFETSCLKETYLRIKKNEYSIPKHINPVAASLIQKMLQTDPAARPTIHELLNDEFFTSGYIPARLPITCLTIPPRFSIAPSSLDPSNRKPLTVLN----------------------KGVE 
PLK1        RVIHRDLKLGNLFLNEDLEVKIGDFGLATKVEYDGERKKTLCGTPNYIAPEVLSKKGHSFEVDVWSIGCIMYTLLVGKPPFETSCLKETYLRIKKNEYSIPKHINPVAASLIQKMLQTDPTARPTINELLNDEFFTSGYIPARLPITCLTIPPRFSIAPSSLDPSNRKPLTVLN----------------------KGLE 
polo.AA     RIIHRDLKLGNLFLNDLLHVKIGDFGLATRIEYEGERKKTLCGTPNYIAPEILTKKGHSFEVDIWSIGCVMYTLLVGQPPFETKTLKDTYSKIKKCEYRVPSYLRKPAADMVIAMLQPNPESRPAIGQLLNFEFLKGSKVPMFLPSSCLTMAPRIGSNDTIEDSMHRKPLMEMNGIR----------------PDDTRLE 
plk-2.AA    KIVHRDLKLGNLFLNDELQVKIGDFGLATTCDND-ERKKTLCGTPNYIAPEVLNKIGHSFEVDLWAIGCILYILLFGHPPFESKSLEETYSRIKNNNYVIPTSASAAASQLIRVLLDPVPSRRPNARAVCRDHFFKSGFMPARLPVSCLTMVPHLNDDEYAEENVSPSGTIDQRGPH----------------QAGRSGL 
27690452.r  GILHRDLTLSNILLTRNMNIKIADFGLATQLKMPHEKHYTLCGTPNYISPEIATRSAHGLESDIWSLGCMFYTLLIGRPPFDTDTVKNTLNKVVLADYEMPAFLSREAQDLIHQLLRRNPADRLSLSSVLDHPFMSRNPSTKSKDLGTVEDSMDSGHATLSTTITASSGTSLSGSLL----------------DRRRLLV 
27501454.m  GILHRDLTLSNILLTRNMNIKIADFGLATQLNMPHEKHYTLCGTPNYISPEIATRSAHGLESDIWSLGCMFYTLLIGRPPFDTDTVKNTLNKVVLADYEMPAFLSREAQDLIHQLLRRNPADRLSLSSVLDHPFMSRNPSPKSKDVGTVEDSMDSGHATLSTTITASSGTSLSGSLL----------------DRR-LLV 
27501466.m  GILHRDLTLSNILLTRNMNIKIADFGLATQLNMPHEKHYTLCGTPNYISPEIATRSAHGLESDIWSLGCMSYTLLIGRPPFDTDTVKNTLNKVVLADYEMPAFLSREAQDLIHQLLRRNPADRLSLSSVLDHPFMSRNPSPKSKDVGTVEDSMDSGHATLSTTITASSGTSLSGSLL----------------DRR-LLV 
PLK4        GILHRDLTLSNLLLTRNMNIKIADFGLATQLKMPHEKHYTLCGTPNYISPEIATRSAHGLESDVWSLGCMFYTLLIGRPPFDTDTVKNTLNKVVLADYEMPTFLSIEAKDLIHQLLRRNPADRLSLSSVLDHPFMSRNSSTKSKDLGTVEDSIDSGHATISTAITASSSTSISGSLF----------------DKRRLLI 
1l3r_E      DLIYRDLKPENLLIDQQGYIQVTDFGFAKRVKGR---TWXLCGTPEYLAPEIILSKGYNKAVDWWALGVLIYEMAAGYPPFFADQPIQIYEKIVSGKVRFPSHFSSDLKDLLRNLLQVDLTKRFGNLKNGVNDIKNHKWFATTDWIAIYQRKVEAPFIPKFKGPGDTS------------------------------NF 
 
                    410       420       430       440       450       460       470       480       490       500       510       520       530       540       550       560       570       580       590       60                   
            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 
23956070.m  SGLMRTSIGHPDVRPEAPVVSGQAPASLIET---AAEDSS---------PRGTLASSGDG--FEEGLTVATVVESALCALRNCVAFMPPAEQNPAPLAQPEP-----------------------------LVWVSKWVDYSNKFGFG-----------------------------------------------YQLSS 
PLK3        SGLMRTSVGHQDARPEAPAASGPAPVSLVET---APEDSS---------PRGTLASSGDG--FEEGLTVATVVESALCALRNCIAFMPPAEQNPAPLAQPEP-----------------------------LVWVSKWVDYSNKFGFG-----------------------------------------------YQLSS 
13929172.r  HDLKKTSITQQPSKHRTDEELQPPPTTFAKSGTSAVENKQQIGDAIRMIVRGTLGSCSSSSECLEDSTMGSVADTVARVLRGCLENMPEADCIPKEQLSTS------------------------------FQWVTKWVDYSNKYGFG-----------------------------------------------YQLSD 
22779889.m  HDLKKVSITQQPSKHRADEEPQPPPTTVARSGTSAVENKQQIGDAIRMIVRGTLGSCSSSSECLEDSTMGSVADTVARVLRGCLENMPEADCIPKEQLSTS------------------------------FQWVTKWVDYSNKYGFG-----------------------------------------------YQLSD 
PLK2        HDLKKTSITQQPSKHRTDEELQPPTTTVARSGTPAVENKQQIGDAIRMIVRGTLGSCSSSSECLEDSTMGSVADTVARVLRGCLENMPEADCIPKEQLSTS------------------------------FQWVTKWVDYSNKYGFG-----------------------------------------------YQLSD 
31981564.m  NPLPDR-----PREKEEPVVRETN----------------------------EAIECHLSDLLQQLTSVNASKPSERGLVRQ--EEAEDPACIP-------------------------------------IFWVSKWVDYSDKYGLG-----------------------------------------------YQLCD 
25742783.r  NPLPDR-----PREKEEPVVRETN----------------------------EAIECHLSDLLQQLTSVNASKPSERGLVRQ--EEAEDPACIP-------------------------------------IFWVSKWVDYSDKYGLG-----------------------------------------------YQLCD 
PLK1        NPLPER-----PREKEEPVVRETG----------------------------EVVDCHLSDMLQQLHSVNASKPSERGLVRQ--EEAEDPACIP-------------------------------------IFWVSKWVDYSDKYGLG-----------------------------------------------YQLCD 
polo.AA     STFLKANL--HDAITASAQVCRHS----------------------------EDYRSDIESLYQQLTNLINGKPRILQGNLG--DENTDPAAQP-------------------------------------LFWISKWVDYSDKYGFG-----------------------------------------------YQLCD 
plk-2.AA    SAIPAHLVSRNSERQQTHRMEAYR----------------------------QPTDCYLSNLLAQVNDLLATPTADIDDAEAALDSYQSPEALP-------------------------------------VFWISKWVDYSDKYGIG-----------------------------------------------YQLCD 
27690452.r  GQPLPNKITVFQKNKNSSDFSS-GDGSNFCTQWGNPEQEANNRGRGRVIEDAEERPHSRYLRRAHSSDRSNPSN-QSRAKTYSIERCHSVEMLSKPRRSS----------------------------------LDETKHSSNHHCLGKTPFPFADQTPQMEIVQQWFGNLQMN---GETSEHNTISPNRDFQDYPDVQ- 
27501454.m  GQPLPNKITVFQKNKNSSDFSS-GDGSNFCTQWGNPEQEANSRGRGRVIEDAEERPHSRYLRRAHSSDRASPSN-QSRAKTYSVERCHSVEMLSKPRRS-----------------------------------LDENQHSSNHHCLGKTPFPFADQTPQMEMVQQWFGNLQMNAHLGETNEHHTVSPNRDFQDYPDLQ- 
27501466.m  GQPLPNKITVFQKNKNSSDFSS-GDGSNFCTQWGNPEQEANSRGRGRVIEDAEERPHSRYLRRAHSSDRASPSN-QSRAKTYSVERCHSVEMLSKPRRS-----------------------------------LDENQH------------------------------------------------------------ 
PLK4        GQPLPNKMTVFPKNKSSTDFSSSGDGNSFYTQWGN--QETSNSGRGRVIQDAEERPHSRYLRRAYSSDRSGTSNSQSQAKTYTMERCHSAEMLSVSKRSGGGENEERYSPTDNNANIFNFFKEKTSSSSGSFERPDNNQALSNHLCPGKTPFPFADPTPQTETVQQWFGNLQINAHLRKTTEYDSISPNRDFQGHPDLQK 
1l3r_E      DDYEEEEIRVXINEKCGKEFTEF--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
 
                    610       620       630       640       650       660       670       680       690       700       710       720       730       740       750       760       770       780       790       80                   
            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 
23956070.m  RRVAVLFNDGTHMALSANRK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 
PLK3        RRVAVLFNDGTHMALSANRKTVHYNPTSTKHFSFSVGAVPRA-LQPQLGI-----LRYFASYMEQHLMKGGD-LPSVEEVEVPAPPLLLQWVKTDQALLMLFSDGTVQVNFYGDHTK-------LILSG-WEPLLVTFVARNR--------SACTYLASHLRQLGCSPDLRQRLRYALRLLRDRSPA------------- 
13929172.r  HTVGVLFNNGAHMSLLPDKKTVHYYAELGQCSVFPATDAPEQ-FISQVTV-----LKYFSHYMEENLMDGGD-LPSVTDIRRPR-LYLLQWLKSDKALMMLFNDGTFQVNFYHDHTK-------IIICNQNEEYLLTYINEDR--------ISTTFRLTTLLMSGCSLELKHRMEYALNMLLQRCN-------------- 
22779889.m  HTVGVLFNNGAHMSLLPDKKTVHYYAELGQCSVFPATDAPEQ-FISQVTV-----LKYFSHYMEENLMDGGD-LPSVTDIRRPR-LYLLQWLKSDKALMMLFNDGTFQVNFYHDHTK-------IIICNQSEEYLLTYINEDR--------ISTTFRLTTLLMSGCSLELKNRMEYALNMLLQRCN-------------- 
PLK2        HTVGVLFNNGAHMSLLPDKKTVHYYAELGQCSVFPATDAPEQ-FISQVTV-----LKYFSHYMEENLMDGGD-LPSVTDIRRPR-LYLLQWLKSDKALMMLFNDGTFQVNFYHDHTK-------IIICSQNEEYLLTYINEDR--------ISTTFRLTTLLMSGCSSELKNRMEYALNMLLQRCN-------------- 
31981564.m  NSVGVLFNDSTRLILYNDGDSLQYIERDGTESYLTVSSHPNS-LMKKITL-----LNYFRNYMSEHLLKAGRNITPREGDELARLPYLRTWFRTRSAIILHLSNGTVQINFFQDHTK-------LILCP--LMAAVTYINEKR--------DFQTYRLSLLEEYGCCKELASRLRYARTMVDKLLSSRSASNRLKAS--- 
25742783.r  NSVGVLFNDSTRLILYNDGDSLQYIERDGTESYLTVSSHPNS-LMKKITL-----LNYFRNYMSEHLLKAGANITPREGDELARLPYLRTWFRTRSAIILHLSNGTVQINFFQDHTK-------LIRGP--LMAAVTYINEKR--------DFRTYRLSLLEEYGCCKELASRLRYARTMVDKLLSSRSACNRLKAS--- 
PLK1        NSVGVLFNDSTRLILYNDGDSLQYIERDGTESYLTVSSHPNS-LMKKITL-----LKYFRNYMSEHLLKAGANITPREGDELARLPYLRTWFRTRSAIILHLSNGSVQINFFQDHTK-------LILCP--LMAAVTYIDEKR--------DFRTYRLSLLEEYGCCKELASRLRYARTMVDKLLSSRSASNRLKAS--- 
polo.AA     EGIGVMFNDTTKLILLPNQINVHFIDKDGKETYMTTTDYCKS-LDKKMKL-----LSYFKRYMIEHLVKAGANNVNIESDQISRMPHLHSWFRTTCAVVMHLTNGSVQLN-FSDHMK-------LILCP--RMSAITYMDQEK--------NFRTYRFSTIVENGVSKDLYQKIRYAQEKLRKMLEKMFT---------- 
plk-2.AA    NSVGVLFNDNSRIMLDTAGTQLTYIEKTEKEHYFDMESAIPSGLQKKMTL-----LKYFRSYMNDHLLQAGQQVTRKVGDDLARLPTLRVWFRTKSAIVLHLSNGTVQINFFNDHIK-------MVLCP--LMQAVTFIDENK--------RMFTYKFSHLAENGCPEKFLHRIQYAKCMIQRLVEEHTKEETKHNAPAA 
27690452.r  DTLRNTWTDTRASKNSDNSANVHPAKQLSTMKYMTAHHHKPEIMQQELAI--HPHSEQNKSRSMESTLGYRKPTLRSITSPLVAHRLKPIRQKTKKAVVSILDSEEVCVELLKECTSEGHVKEVLQISSDGTTITVYYPNDGRGFPLADRPPLPTDNISRYSFDSLPEKYWRKYQYASRFIQLVRSKTPKITYFTRYAKC 
27501454.m  DTLRNAWTDTRASKNADTSANVHAVKQLSAMKYMSAHHHKPEVMPQEPDL--HPHSEQSKNRSMESTLGYQKPTLRSITSPLIAHRLKPIRQKTKKAVVSILDSEEVCVELLRECESEGYVKEVLQISSDGTMITVYYPNDGRGFPLADRPPLPTNNISRYSFDNLPEKYWRKYQYASRFIQLVRSKTPKITYFTRYAKC 
27501466.m  -------------RYSPTKSNVNVLTSLNTKQPIVKDLLKDRIMT-----------EQYKDNLLNLLNKFDR-------------------------------------------------------------------------------------------------------------------------------- 
PLK4        DTSKNAWTDTKVKKNSDASDNAHSVKQQNTMKYMTALHSKPEIIQQECVFGSDPLSEQSKTRGMEPPWGYQNRTLRSITSPLVAHRLKPIRQKTKKAVVSILDSEEVCVELVKEYASQEYVKEVLQISSDGNTITIYYPNGGRGFPLADRPPSPTDNISRYSFDNLPEKYWRKYQYASRFVQLVRSKSPKITYFTRYAKC 
1l3r_E      -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
 
 
 
 
 
 
 
 
 
 



                    810       820       830       840       850       860       870       880       890       900       910       920       930       940       950       960       970       980       990       10                  
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23956070.m  -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
PLK3        -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
13929172.r  -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
22779889.m  -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
PLK2        -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
31981564.m  -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
25742783.r  -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
PLK1        -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
polo.AA     -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
plk-2.AA    NAVRLPSTSSNVRLESAADIQPAYPSSSRR-------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
27690452.r  ILMENSPGADFEVWFYDGAKIHKTEDVIHIIEKTGLSYTLKNENDFTSLKEEVKIYMDHANEGHRTCLALESVISEEEKRSRGSSFFPIIVGRKPGTTSSPKALSPPP-VDPGYSKGEQASSSRLSANSAAFPTQTPVLSPSAVTVEGPGQTAATTGTSISSS-----LPKSAQLLKSVFVKNVGWATQLTSGAVWVQFN 
27501454.m  ILMENSPGADFEVWFYDGAKIHKTENLIHIIEKTGISYNLKNENEVTSLKEEVKVYMDHANEGHRICLSLESVISEEEKRSRGSSFFPIIVGRKPGNTSSPKALSAPP-VDPSCCKGEQASASRLSVNSAAFPTQSPGLSPSTVTVEGLGHTATATGTGVSSS-----LPKSAQLLKSVFVKNVGWATQLTSGAVWVQFN 
27501466.m  -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
PLK4        ILMENSPGADFEVWFYDGVKIHKTEDFIQVIEKTGKSYTLKSESEVNSLKEEIKMFMDHANEGHRICLALESIISEEERKTRSAPFFPIIIGRKPGSTSSPKALSPPPSVDSNYPTRDRASFNRMVMHSAASPTQAPILNPSMVTNEGLGLTTTASGTDISSNSLKDCLPKSAQLLKSVFVKNVGWATQLTSGAVWVQFN 
1l3r_E      -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 
 
                    1010      1020      1030      1040      1050          
            ....|....|....|....|....|....|....|....|....|....|....|... 
23956070.m  ----------------------------------------------------------  
PLK3        ----------------------------------------------------------  
13929172.r  ----------------------------------------------------------  
22779889.m  ----------------------------------------------------------  
PLK2        ----------------------------------------------------------  
31981564.m  ----------------------------------------------------------  
25742783.r  ----------------------------------------------------------  
PLK1        ----------------------------------------------------------  
polo.AA     ----------------------------------------------------------  
plk-2.AA    ----------------------------------------------------------  
27690452.r  DGSQLVVQAGVSSISYTSPDGQTTRYGENEKLPEYIKQKLQCLSSILLMFSNPTPSFQ  
27501454.m  DGSQLVVQAGVSSISYTSPDGQTTRYGENEKLPEYIKQKLQCLSSILLMFSNPTPNFQ  
27501466.m  ----------------------------------------------------------  
PLK4        DGSQLVVQAGVSSISYTSPNGQTTRYGENEKLPDYIKQKLQCLSSILLMFSNPTPNFH  
1l3r_E      ----------------------------------------------------------  
 


